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Fig. 1 GISH analysis on O. sativa L. with biotin-labelled genomic DNA from O. sativa L. under high wash stringency
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Table 1 Karyotype analysis of O. schwein furthian
. X%
Seria] GEE+RE=2K) B HKRD
Relative length(Short arm+ Ratio of arm  Type
number .
Long arm=Full length)
1 2.10+4.55=6. 66 2.118 sm
2 2.29+3.40=5.69 1. 486 m
3 2.234+2.85=5.08 1.278 m
4 2.1742.91=5.08 1.343 m
5 1.67+3.40=5.07 2.037 sm
6 2.2342.54=4.77 1.139 m
7 2.04+2.66=4.70 1. 303 m
8 1.86+2.72=4.58 1. 467 m
9 1.30+3.22=4.52 2.476 sm
10 2.10+2.35=4.45 1.118 m
11 1.86+2.48=4. 34 1. 333 m
12 1.30+2.85=4.15 2.190 sm
13 1.79+2.23=4.02 1. 241 m
14 1.794+2.17=3.96 1. 207 m
15 1.61+2.35=3.96 1. 462 m
16 1.114+2.60=3.71 2.333 sm
17 1.114+2.41=3.52 2.167 sm
18 1.55+1.92=3.47 1. 240 m
19 1.18+2.23=3.41 1. 895 sm
20 1.55+1.79=3. 34 1. 160 m
21 0.87+2.29=3.16 2.643 sm
22 1.36+1.55=2.91 1.136 m
23 0.87+2.04=2.91 2.357 sm
24 0.99-+1.55=2.54 1.563 m

Dsm: i W ¥ & 22 ki IX. Submedian region; m: W & & 22 i X

median region.
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labelled geno ic DNA from O. sativa L.
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of Oryza schwein furthian

Chromosomes with Genomic DNA from O. sativa
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Abstract

Genomic in situ hybridization (GISH) analysis on Oryza schweinfurthian with digoxige-

nin-labelled genomic DNA from O. sativa was used to study the relationship between the A genome of

O. sativa and BC genome of O. schweinfurthian. Karyotype analysis was made based on the similar band

patterns of the hybridization signal. The result showed that A genome of cultivated rice had higher ho-

mology with genome of African wild rice.including repetitive DNA sequence conserved between cultivat-

ed rice and African wild rice.
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